We thank you for the feedback on our study about tularemia outbreaks in Bulgaria. The purpose of our study was not to make any conclusion or statement in favor of or against the use of traditional epidemiology data. We fully agree that genomic data without epidemiological and clinical data may not be enough to track the source of a pathogen. In fact, we have ourselves also emphasized this in several genomic publications on tularemia. However, the intention of the Bulgarian study was to test how bacterial strains of Francisella tularensis causing tularemia in wildlife and humans in the 1960s and the 1990s were genetically related.
